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SEOUENCE LISTING 



( i } GENERAL I N FORMAT I ON : 

(i) APPLICANT: Olsen, Henrik S. 

P.uoen, Steven M. 

(11) TITLE ON INVENTION: Human Oncogene Induced Secreted Protein I 

(iii) NUMBER. < . ! F SFRUENCES: 17 

(iv) CORRESPONDENCE ADDRESS : 

(A) ADDRESSEE : Sterne, Keller Goldstein & Fox P.L.L.C. 

(R) STREET: HOC New York Ave., NW, Suite 600 

(C) O T TV : Woohinat.on 

( D) STATE : DC 

{ E ) iV.rinTRY: USA 

(F) SIP: S-' - --34 



■v) COMPUTER READABLE FORM: 

fA) red: DM I YPEo Fl oppY di ok 

(. ) ■ R'MPDOPE: I PPi PC '.'ompar :Me 

it) 1 'PPRATINC :■ rS: EM: PC- DOS -■' MS-DOS 

( P) ReSVAPY : p t .: 1 « ■ : . r I i . Eelea./e # 1 . 0 , Version n R 



( vi ) CUPRENT Ai ■ PL L CA f : I Ot: DA7r. : 

(SO API LIGATION NFMBEr.: To bo assigned 
( ;_0 i' L.RS.; oATF: D:-rew:ith 
tt) ' 'LAPP I PI CAT I ON : 



:, RIOP. PC PP I OAT I ON PATA: 
( A ) API LRGYirON NUMBER: US >O.'033, 869 
( P ) P [ i : NO OATH : : t -DEC- 1° - 6 
( C ) < 'LABS I FT CAT I ON : 



(vii) PF.IOE Ai PP I OAT DSN [ATA: 

(A) API 1 , 1 OS. 'I PC PS PPIYRoUS e0/037, 388 
( O P I P: KG eAT- : P d P P. R - I 9 .-7 
(SO ' 'LAPP I rYCA'I ION : 



( viii ) ATTORNEY, 7-YO NT 1 NFC RMAC I ON : 
(A) NAME: :S: effe, Fri,.- K. 
(P) \- FOR NTFAT.I ON NUMBEP: 36,688 
(C } f- EFEF- ENCE/ 'POCKET NUMBER : 14 88.0440002 



(ix) TEL EC* 'MMUN I CAT ION I N FOP MAT I ON : 

(A) TP] EPEONE : 2 0 P - 3 7 i -2600 
( P ) TPS EFAX : 2 02 - 37 1 04 0 



(2) INFORMATION VOE SEQ IP NO : 1 : 

(i) SEOUENi !■ CPARACTFFS STIi'PS : 

(A) FPPPTB: nf)0 : pairs 
(b) TYPE: nucleic acio 
OS) NT! ANREDNESE : double 
( [-0 'Dei 'OLOGY : 1. i no a r 

(n) MOLEOLE TYPE: oDNA 



(ix) FEATURE 
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( A ) NAME /KEY: CDS 

(B) LOCATION : 20. . 5 0 a 

(::■:) FEATURE : 

(A) NAME/KEY: slq peptide 

(B) L0PGAT10>N: 20. "li* 



FEATURE : 

(A) I J.AM E / KEY : ma t_pepr .i-ic 

(B) LOCATION : 3 0 . . 50 5 



(xi) SEQUENCE DESCRIPTION: SEo ID NO : 1 : 

TCCCATACAG GCCCCCAO'C ATG AAG GGT TTC AOA GCC ACT CTC TTC CTC TGG 5 2 

Met Lys Gly :':ie Thr Ala Thr Leu Phe Leu Trp 
-20 -15 -10 

ACT CTG ATT TTT OCO: AGO. TOO ACT GGA GGC GGO GGT GGG AAA GCC TGG IOC) 
Thr Leu lie ?h- Pro Per Cy?. Sor Gly Gly Gly Gly Gly Lys Ala Trp 
-5 1 5 

CO f 2 A .'A CAC GT< : GTO: TOT AGO CAT AGO GGO F TC GAA GTG CTC TOGO GAG 1 ; 

Pro Or: His 7a: V.:i 1 OOu Go-r Ann O-t GO. y Lou OL".: 7a 1 Leu Fyr Oln 
1 J ' i 2 ] 

A' or gat coo ota oooo gat too goo ft: tot gtf gaa aag tot too iop 

Our 0*ys Asp Pr= • Lou A-..:: A.i p Prr • Gly Pno Sor VaJ GLu Lyo Oys So.:: 
.O :J 3 5 

AAG CAA TTA AAA TCA AAT ATC AAC ATT AGA TTT GGA ATT ATT CTG AGA 24 4 

Lys 01 :i Lou Ly. Go r Ann I 1 o A.sn Ilo Arq Prie Gly 1 Lo lie Lou Arq 
4 0 •; . 5 0 S;> 

GAG GAG ATC AAA GAG C7T TTT CTT GAC OTA AA V CTC ATG TOT CAA GGO 2 9 2 

Lu L*:-... Pro- Lou A ;p Lo .] A 1 i Lou Mel 0 • • r Gin Gly 

o . 6 7 J 

TOW TOO OTT TT' ■ .AO. 1 F TOO TOO- TAT CCC 0.10: FGT GAG GOG GOT 070 CMC .-1 0 

Sor Oc-r Vol Lou Aon Pino Cor" Tyr Pro I lo Oys Glu Ala Ala Lou tiro 

AAG TOO TCT TTC FGT GGA AGA AGG AAA GGA GAG CAC ATT TAG TAT GOT 30 c 

Lys Pno Sor Cys G . y Aru Arq Lyo Gly 0 1.. Gin Ilo Tyr Tyr Aid 

90 " Ol 100 

GGG OCT GTG A AT AAT OCT GAA TTT ACT ATT OCT CAO GGA GAA TAG GAG 430 
Gly Pro Vol Ann Ann Pro Glu Phe Thr Lie Pro GLn Gly Glu Tyr G 1 n 
1 0 5 1 ! o 11 5 

GTT TTC GTG GAA CTG TAG ACT GAA AAA CGG TOO' AGO CTC CCC TCT GCC 184 
Val Lou Lou GO. Leu Tyr Tnr Glu Lys Arq Sor' Thr Va 1 Ala Cys Ala 

120 GO 1 SOi 1 o, 

AAT GOT ACT AT'' OuFG TOO TOG TGACTGTGGG GTGTAGOAAA AAT CAC AGO' ' 02^ 
Aon Ala Thr IP: Me r 0*y,v Sor 
1 1 0 

AGCTGCATCT CGTGGGACCT CCAAGCTCCT CTGAC'FGAAO: CTACTGT GGG AGGAGAAGOA 5 9^: 

GOTGATGACA GAG AG AG GOT CTAOAAAGAA A lOOC; :■ :AA AGAGTGCAGO TGCTAATTTT 05 5 

AGTOCOA0GA OOA0A0ATGC CCAGACTCCA C AG ATG T AAT GAAGTOOOCG AATGTATGTG 715 
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rCTAAGGA GCCTCTTGGC AG T 0 C T T AAG CAGTCTTGAG GGTGCATCCT TTTTCTCTAA 77 5 

7GTCG GOT COOACCAGAC TCACCTGCTT TTCAACTTTT TAGGAGTGCT TCCTCACAGT 8 35 

XAAGAAA T AAAG AAAG ( ? TGGCC 



(2) INFORMATION FOR SEQ ID NO : 2 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 162 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2 : 

Met Lys Gly Phe Thr Ala Thr Leu Phe Leu Trp Thr Leu lie Phe Pro 
-20 -15 -10 -5 

Sor c V iS Ser Gi Y ' :;1 V 01 y Gl y Gly Lys Ala Trp Pro Thr His Val Val 

- 0 10 

C -V s :; ' er As P Sei Gly Leu Glu Val Lou Tyr Gin Ser Cys Asp Pro Leu 

is h ' 25 

As r Gly Phe Ser Val G ... a Lys Cvs : ' • • : Lys Gin Leu Lvs Ser 

As 11 lie Asn He Arc Phe Gly He He Leu Arg Glu Asp He Lys Glu 
45 50 5 5 6 0 

Lou Phe Leu Aso Lea Ala Leu Met. Gor Gin Gly Ser Ser Val Leu Asn 
6 5 7 0 7 5 

phe 5er T y r P^-:- - : - - • • Cys Glu Al.a Ala L-u Pro Lvs Phe Ser Phe Cv^ 
B0 8 5 ' 9 0 

Gly Arg Arg Lys Gly Glu Gin lie Tvr Tyr Ala Gly Pro Val Asn Asn 
■y-> 100 105 

Pro Glu Phe Thr Ho Pro Gin G i. v Glu Tvr Gin Val Leu Leu Glu Leu 
110 H5 120 

Tyr Thr Gru Lys Arg Ser Thr Val Ala Cys Ala Asn Ala Thr He Met 
125 150 135 HO 

Cys Ser 

(0) INFORMATION FOR SEQ ZD NO : 7 : 

(r ) SEQUENCE CHAPACTEKI ST 1 GS : 

(A) LENGTH: 13 5 :.mino acids 
(3) TYPE: ana no :au d 

(C) STP.ANDELNESS : not; relevant 

(D) TOPOLOGY: not relevant 

(ii) MOLECULE TYPE: protein 



8 60 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 

Trp Pro Thr His Thr Vai Cys Lys Glu Glu Asn Leu Glu lie Tyr Tyr 
1 5 10 15 

Lys Ser Cys Asp Pro Gin Gin Asp Phe Ala Phe Ser lie Asp Arg Cys 
2 0 2 5 30 

Ser Asp Val Thr Thr His Thr Phe Asp He Arg Ala Ala Met Val Leu 
3 5 4 0 4 5 

Arg Gin Ser He Lys Glu Leu Tyr Ala Lys Val Asp Leu He He Asn 

5 0 5 5 60 

Gly Lys Thr Val Leu Ser Tyr Ser Glu Thr Leu Cys Gly Pro Gly Leu 

65 7 0 75 80 

Ser Lys Lou He Phe Cys Gly Lys Lys Lys Gly Glu His Leu Tyr Tyr 
85 90 95 

Glu Gly Pr;> lie Thr Leu Gly lie Lys Glu lie Pro Gin Gly Asp Tyr 
HO 105 110 

Thr I I-:- Thr AJa Arq Leu Thr Asn G.l u Asp Ai g Ala Thr Val Ala Cys 
10 5 12 0 125 

Ala As: ■ PL- • T:.r V t 1 



INFORMATION FOR SEO ID 115:4: 

(l) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 29 bas- pairs 
(5) TYPE: nucleic acid 
(50 STRANDEPNESS : ? ingle 
f 0) TOPOLOGY: line fir 

(H) MOLECULE TYPE: cPNA 



(xi) SEQUENCE DESCRIPTION: SEC) ID NO : 1 : 
GAC TCCATGG GCGGCGGTGG GAAAGOGTG 2 9 

(2) I N FORMAT I OK FOR. GEM ID NO : 5 : 

( l ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 30 base pairs 

(B) TYPHI: nucleic acid 
{'5 ) STPANPEPNESS : single 
( 0) TOPOLOGY: linear 

( H } MOLECULE TYPE : cDNA 



(xi) SEOUENCE DESCRIPTION: SEQ ID NO : 5 : 
GACTAGATCT GGAGCACATG ATAGTAGCAT 3 0 
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( 7 ) I N FORMAT I ON FOR S EO I D NO : 6 : 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : base pairs 

(B) TYRE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA 



(xi) SEQUENCE! DESCRIPTION: SEQ ID NO: 6: 

GACTGGATCC GCCAT'CATGA AGGGTT TCAC AGCCAC 3 6 

(2) INFORMATION FOR SEQ ID 1 1* > : 7 : 

■; i ) SEQU El NE'E CHARACTERISTICS : 
( A ) I j ENGT H : 2 9 ba : ~ e pairs 
( I:» ) T i'PF: nuclei.: .;Cid 
i C i : ' I RANDEDNESS : • ingle 
i 7 i 7 l E- 77:' : li rv'a r 



(xi) : '» EQUENCE1 EESORI PT IoN : SEQ ID NO : 7 : 

GACTGGTACO AGCAGCT- : 0A : "T CTTTGGG 2 9 

(2) INFORMATION FO!- SET IE 1 N'.c 8 : 

■ .1 i NEQUEN7 E CHARACTERISTICS : 

: A> I , R 17 0 7 R : -6 b a :"'■•- pairs 
; 7 1 'TYRE: nu : 1 e i c acid 
77 ■ 77 RANDE7NESS : single 
( 7 i 77 POROGY : 1 i ru.-^r 

(ii) I lOLECU 2E f ; YEE : c Till A 



(xi ) ' lr QUE NO F [ -ESCE I PT I 01 I : SEQ ID NO : 8 : 

AGOTAAGCTT CCGCCAO' 'AT i .7\AG( -GTTTC ACAGCC 36 

(2) INFORMATION FC7 SE's ID N( > : 9 : 

( i ) SEQUENCE, 1 UiArAOTE LUETICS : 
(A- LENGTH: o2 bas^ pairs 
(0) T Y RE : nu :lei<: ,:cid 
( C) STRANDEDNESS : single 
[[")) TOPOLOGY: iinecir 



(i. l) MOLECULE TYPE: cDUA 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 9 : 
CAGTCTCGAG TTM i j CGTAG 7CTGGGACGT CGTATGGGTA GGAGCACATG ATAGTAGCAT 60 
TG 62 
(J) IN FORMATION FOR SE'j ID NO : 1 0 : 

(l) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: :': 9 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 
( 0) TOPOLOGY : 1 incar 

(n) MOLECULE TYPE: cDNA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10: 
GACTGGTACC AGCAGCTOOA < TCTTTGGG . > 9 

(j) IN FORMAT ION EC P. 3h.<.> [J MO: 11: 

{ i ) sequence chai : .;\' "r e p \ r ics .* 

(A) LENGTH: 1 ■ 1 -1 : • i e pairs 
(&) T Y I E: :r. G - i : ,cLd 

(■::■) ::; rPANPEPNEGS : Gourde 

(P) TOPOFOGY : L in- r 
( i. i ) MOLECULE. T Y PI: : cDNA 



(:<i) SEQUENCE [ RECEIPT P.)N: SEQ ID NO:ll: 

naattcgcga gatt rnrcc agctc« :agtg gaggcggcgg tgggaaagcc tggcccacac oo 

ACGTGGTCTG TAGCGACACG < iTTTe'V^GT GCTCTACCAG AG TTGCGATC CATTACMGA IPO 

TTTTGGCTTT ICTGITGAAA AGTGTTCCAA GCAATTAAAA TCAAATATCA ACATTAGATT 180 

TGGAATTATT CTGAAOGAOA TCAAAGAGCT TTTTCTTGAC CTAGCTCTCA TGTNT CAAGG 2-10 

CTCATCTGTT TTGAATTTCT ( CTATi E'CAT CTGTGAGGCG GCTCTGCCAA GTTTTCTTTC 300 

TGTGGAAGAA GGAAAGGAGA ( ;CAGAT r I TAG TATGCTNGGG CTGTCAATAA TNCNGAAT TT 3o0 

A* :TATTTCCT CANGGOG CAT TACCAGGTTT TGCTGGGACT G TACAATGAA AAACGGTCCA 420 

COGNGGCNGT GOOAIGoTAC TATCC-NGTGG TCCGACTGTG GCCNTAGGAA AATCACACCA 4 8 PJ 

TTGNAT TOCG ■] GNCN'C-: 7-.GT COTTGATNAC CNAN 514 



( L ) INFO P.MAT rON FOE 3EQ IP N<j:12: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: -i57 base pairs 
(P) TYPE: nucleic acid 
(C) STRANPEPNE3S : double 
(P) TOPOLOGY: linear 
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(ii) MOLECULE TYPE: cDNA 



{xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 2 : 

CACAGCCACT CTCTTCCTCT GGACTCTAAT TTTNCCCAGC TGCAGTGGAG GCGGCGGTGG 6- 

GAAAGCCTGG CCCACACACG TGGTCTGTAG CGACANGGCT TGGAAGTGCT CTACCAGAGT 1 2 ■: 

TGCGATCCAT TACAAGATT T TGGCTTTTCT G TTGAAAAGT GTTCCAAGCA ATTAAAATCA 1^0 

AATATCAACA TTAGATTTGG AAT TATTCTG AGAGAGGACA TCAAAGAGCT TTTTCTTGAC 2-10 

CTAGCTCTCA TGTCTCAAGG CTCATCTGTT T TNAATTTCT CCTATCCCAT CTGT NAGGCG 3i)0 

GCTCTGCCCA AGTTTTCTTT CTGTGGAAGA AGGAAAGGAG AGCAGATTTA CTATGCTGGG 3>i0 

CCTGTTCAAT AAATCC TGAA TTTAACIATT CCTCAGGGAG AATACCAGGT TTTGCTGGAA 4;: 

CTGTACACTG AAAAACGGTC CAOCGTGGCO T2RIG2CA <R > 

(2) [N FORMAT I OM FOR 3ER R- 1 N- ) : 1 : ■: 

( L) SEQUENCE CHARACTER I :TrICS: 

(A) LENGTH : 113 b.i pa i rs 
(R) TYPE: nucleic : 
(C) 3TRA.N DEDN E3 2* : double 
( D) TOPOLOGY : 1 i r.e nr 

MOLECULE TYPE: oRNA 



TGGTGGGAGi i (-0 

AAGAGGc 'TO * 1 : o: ) 

A TGTCTGGTCC 1 0 

2 CTOTOTCTGT 2 U 

j TCCCACGAGA .3C>0 



(xi) SEQUENCE PE3CF.I ?T I ON : 2E0 ID NO : 1 2 : 

TTGGTAACNT GTGAGGAAGC ACTCCT/\AAA AGTTGAAAAG CAGCTGAG F 

CGACCAA.TTA GAGAAAJ-J\GG ATGGACOOTC AAGACTGCTT AAGGACTGC 

TTAGAAACAG ATACATTCGG GGACTTC ATT ACATCTGTGG AGTCTGGGG 

TGGGACTAAA ATTAGCAGCT OCACTCTTTG GGGGCGCTTC TTTGTAGAG 

CATCAGCTGC TTCTCOTCCC ACAG'I AG(iTT CAGTCAGAGG AGCTTGGAG 

TGCAGCTGGC TGTGATTTTT OOTACAGGCC ACAGTCAGGA GCACATGATA GTAGCATTGG 

CACAGGCCAC GGTGGACCGT TTTTCAGTGT ACAGTTCCAG CAAAACCTGG GTA 4 12 

(2) INFORMATION FOR 2IR2 I R NO : 3 4 : 

( i ) SEOUENCF CHA1CA 2TRRI 3TICS : 

(A) LENGTH: 32 0 base pairs 
(E) TYPE: nucleic acid 

(C) 3TRANDEDNE3R : double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cPNA 
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(xi) SEQUENCE DESCRIPTION: ZE2 ID NO: I-S: 
GGACATCAAA GAGCTTTTTC TTGAOOTAGC rCTCATGT ST CAAGGCTCAT CTGTTTTGAA 
TTTCTCCTAT CCCATCTGTG AGGCGGCTCT GCCAAGTTTT CTTTCTGTGG AAGAAGGAAA 
GGAGAGCAGA TTTACTATGC TGGGCCTGTC AATAATCCTG AATTTACTAT TCCTCAGGGA 
GAATACCAGG TTTTGCTGGA ACTGTAGAGT GAAAAACGGT CCACCGTGGG CCTGTGNCAA 
TGCTTACTAT TCATGTGCTC CTGACTGTGG GCCTGTTAGC AAAAANTCAC AGNCAGCTGC 
ATCTCGTNGG GAACCTTCCA 
(2) INFORMATION FOR SEQ ID NO : I ':> : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 64 base pairs 

(B) TYPE: nucleic acid 

(C) S T RAN DE DI J E S S : ioubl.e 

(D) TOPOLOGY: .1 m- i>. 

(-..::.) MOLECULE TYPE: cDNA 



(:-:i) SEQUENCE DESCR I PT ZO\ I : SEQ ID MO : 1 5 : 

GGOACGAGCC caccatgaag ggtttcacag CCACTCTCTT CCTCTGGACT CTCATTTTTC GO 

CCAGCTGCAG TGGAGGCGGC GGTGGG iA/Ji GCCTGGCCCA CACACGTGGT CTGTAGCGAC ISO 

AGN^TTTGGG AAGTGCTCTA CCAGAGTTGS GAT C CAT T AC AAGATTTTGG CTTTTCTGTT loO 

5AAAAGTGTT CCAAGCAATT AAAATOAAAT ATCAACATTA GATTTGGANT TATTCTCAGA 2 0 

gagga :atca angagctttt ittt o- -i 

vS) INFORMATION FOR SEQ ID No: 10: 

(i) SEQUEtJCE CHARACTERISTICS: 

(A) LENGTH: 249 base pairs 
{ R ) TYPE: nu.-lei-: acid 

(C) STRANDEPNESS : . ioubU- 

(D) TOPOLOGY: 1 me.tr 

MOLECULE TYPE: cDNA 

(si) SEQUENCE DESCP I PT ION : SEQ ID NO: 16: 

GATCGATTAC AAGATNTTGG CTTNTCTGTT CAAAAGTG TT CCAAGCAATT AAAATCAAAT -O; 

ATCAA' OATTA GATTTGGAAT TATTCTGAGA G/\GGACATCA /vAGAGCTTTT TCTTGACCTA LOO 

GCTCT'VATGT CTCAAGGCTC ATCTGTTTTG ANTTTCTCCT ATCCCATCTG TGAGGCGGCT 1 :U) 

CTGCCNAAGT TTTCTTTCTG TGGNAGAAGG AAANGGGGNC AGNTTTACTT NTTCTTGTNC 2 ■) 0 

NTTTCNATT ->a () 
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(2) INFORMATION FOR SEQ ID NO : 1 7 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: not relevant 

(ii) MOLECULE TYPE: peptide 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 

Trp Pre. Thr His Val Cys Leu Glu Tyr Ser Cys Asp Pro Gin Asp Phe 

1 5 10 15 

Phe Ser Cys Ser lie Arg Leu Arg I le Lys Glu Leu Leu Gly Val Leu 

2 0 J ,:5 30 

Ser Cys Leu Lys Phe Cys Gly Lys. Gly Glu Tyr Tyr Gly Pro lie Pro 

3 5 4 0 ' 4b 



i t i n Gly Tyr Leu Glu Arg T h r V ( i i A .1 . i 

5 0 5 5 



Thr 

bO 



